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1812824 somatostatin SST 0.84 | 0.002 | 0.002 | 0.000 || -1.16 | 020 || -0.85 | -0.84 0.01 0.19| 0.31 | -0.49
1807372 adenosine A2a receptor | ADORA2A | 0.15 0.009 | 0.078 | 0.053 0.10 0.23 0.14 0.15 -0.11 ND ND
1770454 agrin AGRN 013 | 0076 | 0.072 | 0.017 || 017 | 0.05 033 | 005 0.26 0.04 | 063
1763461 | 2dehyde dehydrogenase 7| hyzaq | 043 | 0.366 | 0.224 | 0.031 || 024 | -0.11 004 | 019 0.16 ND | ND | 0.49
family, member A1
1698159 | ankyrin repeat domain 6 | ANKRD6 | 0.08 | 0.056 | 0.085 | 0.020 || -0.09 | -0.05 || -0.04 | -0.09 0.14 0.05| 067 | 0.08
activity-regulated
1711120 | cytoskeleton-associated ARC 011 | 0251|0212 | 0042 || 011 | 0.1 014 | 0.10 0.29 042 | 0.12 | -0.91
protein
cyclic AMP-regulated
1672161 | phosphoprotein, 21 kD, | ARPP-21 | -0.10 | 0.404 | 0.217 | 0.044 || -0.15 | 0.02 004 | 012 0.00 ND | ND
transcript variant 1
BCL2-like 1, nuclear gene
1654118 | encoding mitochondrial | BcL2L1 | 0.20 | 0.005 | 0.003 | 0.000 || 0.25 | 0.12 017 | 022 0.16 020 | 0.35
protein, transcript variant 1
1746561 BC"Z"":neFfN(ECLZLZ)’ Bc2t2 | o008 | 0211 | 0.144 | 0.026 || 0.12 | 0.0 002 | 0.11 0.05 0.00 | 0.97
1662184 Chr°m°s°?::r:e°§f” readingl 5034 | -0.10 | 0.131 | 0.073 | 0.030 || -0.12 | -0.03 || -0.08 | -0.10 0.07 no | ND
calbindin 2, 29kDa
1748840 |  (calretinin) , transcript caB2 | -024 | 0.031 | 0.063 | 0.189 || -0.31 | -0.00 || 032 | -0.20 0.35 002 | 0.94
variant CALB2c
1730487 Ca'desr?/z:‘i;r;ttrsansc”pt CALD1 0.16 | 0.050 | 0.036 | 0.005 || 0.22 | 0.04 009 | 0.19 0.07 nD | ND | 018
1804339 calcium/calmodulin- CcAMK1G | -0.10 | 0.224 | 0.003 | 0.007 || -0.34 | 0.08 054 | -0.06 -0.18 0.04 | 0.81 | -0.69
dependent protein kinase IG
calcium/calmodulin-
2319544 | dependent protein kinase Il | cAMk2D | -0.22 | 0.022 | 0.014 | 0.001 || -0.32 | -0.01 013 | 025 -0.05 0.14 | 0.09

delta transcript variant 2
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calcium/calmodulin-
1743021 | dependentproteinkinase | oy ueo | 45 | 0255 | 0.304 | 0.006 || 036 | -0.27 041 | 0.05 0.16 0.05 | 0.81
kinase 2, beta, transcript
variant 4
1658835 |Caveolin 2 (CAV2), transcriptl 5/ 0.09 | 0.089 | 0.069 | 0.006 || 0.08 | 0.09 0.05 | 0.14 017 ND | ND
variant 1, mRNA.
1669410 |CNromograninA (parathyroid| oy | g7 | 0.040 | 0031 | 0.000 || 042 | 003 || -005 | -0.36 006 || -005] 079 0.26
secretory protein 1)
crumbs homolog 1
1803147 |  (Drosophila) (CRB1), CRB1 006 | 0.187 | 0.135 | 0.006 || 0.10 | -0.03 002 | 0.08 0.06 ND | ND
transcript variant 1, mRNA.
cAMP responsive element
2334243 | binding protein 1, transcript | CREB1 0.13 0.089 | 0.137 | 0.007 0.20 | -0.01 0.30 0.06 -0.08 0.00 | 0.98
variant A,
cAMP responsive element
2334242 | binding protein 1, transcript| CREB1 033 | 0.061 | 0.066 | 0.004 || 052 | -0.06 035 | 032 0.17 ND | ND
variant A
fascin homolog 1, actin-
1808707 bundiing protein FscN1 | 011 | 0237 | 0.196 | 0.043 || -0.17 | 0.01 021 | -0.24 0.22 011 | 053 | -0.32
(Strongylocentrotus
purpuratus)
1802633 | 98mma-aminobutyricacid Al s epaq | 033 | 0.076 | 0.100 | 0.019 || -0.44 | 013 || 023 | -038 -0.09 ND | ND
receptor, alpha 1
1707571 | 9amma-aminobutyric acidAl - gappas | 016 | 0.211 | 0339 | 0.047 || -0.21 | 006 || 051 | -002 0.25 NnD | ND
receptor, alpha 5
2202646 | 9utamate decarboxylase 1,1 1 | 925 | 0.061 | 0.064 | 0.004 || 035 | 0.03 || -035 | -0.17 003 || -011] 037
transcript variant GAD67
1728301 | glutamate decarboxylase 2 GAD2 -0.27 ] 0.029 | 0.039 | 0.006 -0.38 | -0.06 -0.47 -0.19 0.11 ND ND
1794552 | 9rowth associated protein | pua | 09 | 0187 | 0.204 | 0.041 || 0.08 | 0.09 017 | 0.05 -0.11 0.05 | 0.66

43 (GAP43), mRNA.
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heat shock protein 90kDa
2373515 | alPha (oytosolic) class A | apqnaaql 006 | 0.366 | 0.326 | 0.012 || -0.14 | 0.14 0.05 | -0.05 0.21 0.02 | 088
member 1 transcript variant
2
5-hydroxytryptamine
2371079 |  receptor 3A, transcript HTR3A | -0.19 | 0.089 | 0.041 | 0037 || 025 | -006 || 046 | -0.08 0.1 0.06 | 065
variant 2
mitogen-activated protein
1680434 | kinase 8 interacting protein | MAPK8IP1 | 0.13 | 0.110 | 0.071 | 0.018 || 0.13 | 0.13 005 | 0.16 0.09 0.14 | 0.13
1
2398939 myelin basic protein, MBP 059 | 0.010 | 0.008 | 0.069 || 0.81 | 0.15 060 | 058 0.10 0.09 | 055 | -0.04
transcript variant 3
1731062 neuropeptide Y NPY 052 | 0.018 | 0.009 | 0.000 || 074 | 008 || 038 | -0.58 0.05 013 068 | -0.39
procollagen-proline, 2-
oxoglutarate 4-dioxygenase
1693334 | (proline 4-hydroxylase), P4HA1 0.10 | 0.102 | 0.097 | 0.009 || 0.20 | -0.08 016 | 0.09 -0.36 0.07 | 059 | -0.45
alpha polypeptide |,
transcript variant 1
1738095 period homolog 2 PER2 003 | 1.000 | 0.788 | 0.048 || -0.27 | 045 011 | -0.09 0.29 020 | 0.14 | -0.67
(Drosophila)
1800642 | reelin, transcript variant 2 RELN 022 [ 0029 | 0071 [ 0013 || 027 [ 013 || 049 | -0.12 0.06 012 060
1753005 | reelin, transcript variant 1 RELN 0.16 | 0.065 | 0.038 | 0.120 || -0.18 | -0.11 021 | 013 0.13 ND | ND
1758067 reg“':it;’;;';inii“’te'” RGS4 .0.47 | 0.012 | 0.009 | 0.001 || -057 | -027 || -0.88 | -0.30 0.10 0.18 | 0.35 | -0.35
1728298 | SH3-Pinding ‘ioma'” kinase | gpy 010 | 0.048 | 0.071 | 0.115 || -0.15 | 0.01 0.03 | -0.12 -0.09 0.07 | 048 | -0.43
2156936 saccharopine sccPDH | -0.15 | 0.048 | 0.030 | 0.033 || -0.18 | -0.00 || -0.18 | -0.14 014 006|073
dehydrogenase
synaptosomal-associated
2408080 | protein, 25kDa, transcript SNAP25 -0.44 0.118 | 0.048 | 0.004 -0.68 0.02 -0.48 -0.43 0.09 ND ND

variant 2




Supplementary Table ST2 (Page 4 of 4)

[=] —_ [a] 0 2 3 (] [ (2} (2} 8
— — = [} ' - O ) =1 = = ~ —
? T ) o @ |ac||lEe |Eacx]] 2 €2
] o 3 < I 1;; S s5|8s|lss [sa5|Lse=4|8<-]|85 E
o = £ = > o o s o | = 03 _|as c2<qQ c s = S =
2 [ >, T4 o | %5 b se|Zelleoc|(ezelpseExndles|ls2]|S
o ] ® 5 bl & so | 39 |laas|adlks2cdAlselselo
a & @ 2 8 |8>| = A R | BN R L ENEY | B ER Y S
z o 3 g 2 | = = t3 1331|122 |23l ees|5E|5e]|:
é = S s n [ 7] c $ (=3 = 7] 3 E %) x 3 €
= = = z <2 T oo |IZ | |8
sortilin-related receptor,
2060115 | L(DLR class)Arepeats- | SORL1 014 | 0.135 | 0.000 | 0.000 || 0.15 | 0.14 021 | o012 0.08 021] 014
containing
1783837 | Synapsin . “T;‘S‘:”pt variant] a4 012 | 0224 | 0.206 | 0.045 || -0.16 | -0.03 031 | -0.04 -0.08 007 | 047
1781060 | SYNapsin ”'"ﬁzsc”pt vanantl  syng | w021 | 0211 | 0124 | 0.036 || -024 | 015 || 003 | -0.31 2006 || -002] 0921 033
1701483 synaptophysin SYP 2019 | 0.061 | 0045 | 0117 || -020 | 018 || -0.10 | -023 0.15 002 | 076
2384409 | tBchykinin, precursor 1, TAC1 038 | 0.018 | 0.018 | 0.002 || -0.42 | -0.31 050 | -0.34 0.19 021 | 067 | -0.86
transcript variant alpha
2342541 |  tBchykinin, precursor 1, TAC1 035 | 0.052 | 0.041 | 0017 || 034 | 036 || 047 | -0.30 0.20 ND | ND | -0.86
transcript variant beta
tachykinin, precursor 1,
1790270 | transcript variant gamma, |  TAC1 020 | 0.014 | 0025 | 0.193 || -0.16 | -029 || -0.35 | -0.14 0.28 ND | ND | -0.86
MRNA.
1737535 | TAF4 RNA polymerase I, TAF4 0.09 | 0.048 | 0.085 | 0.016 || 0.11 | 0.06 009 | 0.09 -0.03 ND | ND
(TBP)-associated factor,
1725183 | tubulin folding cofactor B, | rpe | 43 | 0.056 | 0.036 | 0.002 || -0.17 | 003 || -0.14 | -012 -0.08 no | no | 001
transcript variant 1
1750961 transmembrane 6 ™6SF1 | -0.14 | 0.037 | 0.127 | 0.021 || -0.20 | -0.03 || -0.27 | -0.00 0.17 nD | no | o2
superfamily member 1
1812392 thymosin beta 10 TMSB10 | -0.17 | 0.061 | 0.053 | 0.006 || -022 | -0.07 || 030 | -0.12 0.01 007 | 052 | 0.27
uracil-DNA glycosylase
1683120 | (UNG), transcript variant 1, |  UNG 016 | 0.135 | 0.068 | 0.017 || 0.20 | 0.06 0.05 | 020 -0.06 0.06 | 053
MRNA.
1757497 | VCF ”ei"r‘]’gugcrig‘l’;th factor VGF 017 | 0.144 | 0077 | 0.012 || -0.26 | 0.0 0.08 | -0.21 -0.09 0.08] 070

ND: not detectable
* Values obtained from
Glorioso et al., 2006




